Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.006 Å; R factor = 0.043; wR factor = 0.159; data-to-parameter ratio = 15.2. 
Data collection
Rigaku R-AXIS RAPID IP diffractometer Absorption correction: multi-scan (ABSCOR; Higashi, 1995) T Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x; y À 1; z; (ii) x; y; z À 1; (iii) x À 1; y; z À 1.
Data collection: RAPID-AUTO (Rigaku, 1998); cell refinement: RAPID-AUTO; data reduction: CrystalClear (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
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Comment There are few crystal structure studies of N-heterocyclic adducts of manganese acetate, the latter crystallizing as a dihydrate (Cheng & Wang, 1991 Fig. 2 ).
Experimental
To an aqueous solution of 2-aminopyrazine (1 mmol) was added manganese acetate tetrahydrate (1 mmol). The mixture was stirred for 30 min and then filtered. Colorless crystals of the title complex separated from the solution after a few days.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.93 Å) and were included in the refinement using the riding model approximation, with U(H) set to 1.2U(C). The amino and water H-atoms were located in a difference Fourier map, and were refined with distance restraints N-H 0.88±0.01 Å, O-H 0.84±0.01 Å and H···H 1.37±0.01 Å; their temperature factors were refined.
The largest peaks/holes in the final difference Fourier map were found in close vicinity of Mn1.
Figures Fig. 1 . Thermal ellipsoid plot (Barbour, 2001) Hall symbol: -P 1 Mo Kα radiation, λ = 0.71073 Å a = 7.0761 (7) Primary atom site location: structure-invariant direct methods Extinction coefficient: 0.021 (8) sup-3 
